Of these 41 3GCR isolates, 33 were isolated from urine samples of the patients tentatively diagnosed as cases of urinary tract infection (UTI) and eight isolates were obtained from stool samples of the patients presenting with diarrhoea. From the urine samples, 24 isolates were of E. coli and nine were K. pneumoniae, whereas from stool samples six were E. coli and 2 were K. pneumoniae. Of the 33 urinary isolates, 22 (66.7%) demonstrated the presence of bla CTX-M of the geno-group-1. No other CTX-M group (2, 8, 9, 25/26 ) was noticed in this collection of bacterial isolates. Of these bla CTX-M harbouring isolates, 68.1% (15/22) were E. coli and 31.8% (7/22) were K. pneumoniae. bla ampC was noticed in 27.3% (9/33) urinary isolates and of which 88.9% (8/9) were E. coli and one isolate (11.1%) was K. pneumoniae, whereas, in the isolates from stool samples, 50% (4/8) demonstrated the presence of bla CTX-M (geno-group-1) and 25% demonstrated the presence of bla ampC .
In the present collection, signifi cant percentage (66.7%) of urinary isolates demonstrated the presence of CTX-M ESBLs; E. coli surpassed in occurrence than K. pneumoniae. Interestingly, isolates from stool samples also demonstrated the occurrence of CTX-M ESBLs in signifi cant percentage of isolates (50%). Although the distribution of CTX-M-occurrence was equal in E. coli and K. pneumoniae from stool samples, we could not comment on this fi nding due to small number of stool
Dear Editor,
In recent years many concerns were given to Enterobacteriaceae isolates producing CTX-M (class A) and AmpC (class C) beta-lactamases [1] and have evolved and spread quickly all over the world, including in India. [2] These beta-lactamases were discussed in various members of the Enterobacteriaceae family; however, they are most often reported in Escherichia coli and Klebsiella pneumoniae. [3, 4] There were reports describing the molecular epidemiology of these organisms from several geographical regions of India, but there is a paucity of such molecular reports from Kumaun region of India. Therefore the present preliminary study was designed to fi nd out the occurrence of bla CTX-M and bla ampC in cephalosporin-resistant Enterobacteriaceae isolates obtained from Kumaun region.
A total of 41 third-generation cephalosporins-resistant (3GCR) Enterobacteriaceae isolates obtained from the urine and stool samples subjected to the department of Microbiology of Government Medical College, Haldwani were screened for bla CTX-M and bla ampC by multiplex and monoplex PCRs, respectively. Screening for CTX-M geno-groups was performed by multiplex PCR using specifi c primers for CTXM-1, -2, -8, -9 and -25/26 groups (amplicon sizes: 415 bp, 552 bp, 666 bp, 205 bp and 327 bp, respectively), and the presence of bla ampC was determined by a monoplex PCR (amplicon size of 634 bp) according to the methods described previously. [5] The primers used in the present study (for both multiplex and monoplex PCRs) were synthesised by OPERON, Alabama, USA. The control A preliminary study screening cephalosporin-resistant Enterobacteriaceae for bla CTX-M and bla ampC isolated from Kumaun region, India samples available for this study. The occurrence of AmpC beta-lactamases was in comparable frequency in urinary and stool isolates; 27.3% vs. 25%, respectively. Simultaneous occurrence of bla CTX-M and bla ampC was also noticed in the present collection, notably in both E. coli and K. pneumoniae.
Of particular concern was the presence of these antibiotics resistance genes in the coliforms that are present as normal bacterial fl ora in gastrointestinal tract of humans and suggests their possible dissemination in the population in Kumaun region of India as well. Although it was a pilot study to analyse the current situation (existence of bla CTX-M and bla ampC ) in gut fl ora of population from Kumaun region, getting the positive results prompts us to perform large-scale studies in this region to analyse the real burden. In nutshell, bla CTX-M (of geno-group-1) and bla ampC were prevalent in bacterial population of Kumaun region. To the best of our knowledge, we did not fi nd any molecular study from this region that characterised the geno-groups of CTX-M ESBLs therefore, this is one of the premier molecular reports describing their occurrence from Kumaun region; however, further large-scale studies are needed to address the situation properly.
